. Microarray analysis of N. meningitidis strains MC58, JM23 and JM30 grown under iron-replete and iron-depleted conditions All genes showing at least 2.5-fold change in regulation between the wild-type and hfq mutant or complemented hfq mutant strains. Fold change is defined as the average expression from three microarray replicates of the wildtype strain divided by the average expression of three microarray replicates of the hfq mutant strain or hfq complemented mutant strain. If the quotients were less than 1, the reciprocal was taken and a minus sign was added for ease of reading. WT, N. meningitidis MC58; JM23, hfq mutant; JM30, complemented hfq mutant. Hi, culture was grown under iron-replete conditions; Low, culture was grown under iron-depleted conditions. 
Upregulated genes
*Genes were also found in the study by Fantappie et al. (2009) . †Genes were also found in the studies by Fantappie et al. (2009) and Pannekoek et al. (2009) . ‡Genes were found in the study by Pannekoek et al. (2009) .
